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DNA and RNA were corrected from 40 frozen pretreatment tissue of
esophagogastric junction adenocarcinoma treated with chemoradiotherapy. Twenty cases had complete
response, and 20 cases had resistant for treatment. After quality check of RNA, RNA sequencing was
performed by using NovaSeq6000.

In complete response group, we compared RNA expression between cases with and without recurrence.
We finally found out that 74 genes were upregulated in recurrent group and 23 genes were upregulated
in non-recurrent group. These genes could be associated with efficacy of treatment and potencially

targets for new treatments.
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